in the fynbos. The present study sets out to investigate the diversity of mites associated with three Protea species located in the Hottentots-Holland Mountains. The key questions addressed include a) how do ecological and host morphology influence mite communities within Protea spp. infructescences? b) Can bio-geographical patterns and/or patterns of host specificity be detected between mite populations? and, c) Is there genetic evidence for co-evolution between various Protea spp. and mites (focusing on the economically important mite genus Tarsonemus)? Significant differences in infructescence volume and degree of openness (causing differences in humidity) between P. repens, P. nitida and P. neriifolia have been detected. Within-species differences were also detected between different populations in terms of mite communities present within infructescences. Different host species harbour different mite communities with a significant difference between P. neriifolia and P. nitida. This study will form the basis for future studies on mite-insect-Protea-fungal interactions.
The genus Keetia E.Phillips has a single representative in southern Africa, namely K. gueinzii (Sond.) Bridson. It is a robust climber, scrambling shrub or small tree, associated with forest and thicket. Keetia, together with Psydrax, Afrocanthium and Canthium s. str., were for many years included in Canthium s. l. The main differences between the southern African representatives of these genera are highlighted. The anatomy of calycine colleters in K. gueinzii is described. Structural features of the stylar head, which is involved in secondary pollen presentation, are elucidated and compared with existing descriptions. Controversy surrounding the terminology for describing the prominent protruding apertures of fresh pollen grains, is mentioned. In K. gueinzii, endophytic bacterial symbiosis was recently discovered, this being a first report in the leaves of a Keetia. The quiver tree Aloe dichotoma subsp. dichotoma is the aesthetic icon that dominates the landscape in the Northern Cape. Concern has been expressed that A. dichotoma populations are not recruiting well and this decline has been linked to climate change. Other claims on the death of A. dichotoma have been reported to be caused by the fungal pathogens such as aloe rust. The Goegap Nature Reserve is a protected area of the Northern Cape Province that falls on the summer-winter rainfall transition. The aim of the study was to evaluate the status of three quiver tree populations in the Goegap Nature Reserve and to try to determine the growth rate of the quiver trees through repeat photography. Demographic and health characters of approximately 100 individuals per population were recorded for each of the three populations on the reserve. The size structures of the different populations were determined in terms of height, basal circumference and crown diameter. The effects of leaf damage, pests and fungal infections will be discussed. An attempt was made to relate specific recruitment opportunities to climatic conditions of a particular year. Ralstonia solanacearum is a soilborne, vascular pathogen infecting several hosts including many economical important plants. Previous work has revealed a novel pathosystem between a Eucalyptus isolate of R. solanacearum (BCCF 402) and the Arabidopsis thalaiana ecotypes Bensheim (Be-0) and Killean (Kil-0). Isolate BCCF 402 caused severe wilt symptoms and killed Be-0 two weeks after infection, while Kil-0 was identified as the resistant ecotype remaining healthy two weeks after infection. The main objective of this study was to characterize the genetic basis of resistance in Kil-0 to the isolate BCCF 402. Genetic crosses between Be-0 and Kil-0 and subsequent pathogen challenges revealed a 1:3 segregation of resistance: susceptibility in the F2 progeny, suggesting that resistance was caused by a single recessive gene. A previous study indicated that resistance to the tomato isolate GMI1000 of R. solanacearum, in a cross between A. thaliana ecotypes Col-5 and Nd-1, also segregated as a simply inherited recessive trait, and RRS1-R was identified as the major determinant of resistance against this isolate. We have identified allelic differences between RRS1 loci in the two ecotypes Kil-0 and Be-0. The Kil-0 allele segregates with the resistant phenotype in 423 SAAB Annual Meeting Abstracts
